Background: Campylobacteriosis is the leading cause of bacterial gastroenteritis in most developed countries. People are exposed to infection from contaminated food and environmental sources. However, the translation of these exposures into infection in the human population remains incompletely understood. This relationship is further complicated by differences in the presentation of cases, their investigation, identification, and reporting; thus, the actual differences in risk must be considered alongside the artefactual differences. Methods: Data on 33,967 confirmed Campylobacter infections in mainland Scotland between 2000 and 2006 (inclusive) that were spatially referenced to the postcode sector level were analysed. Risk factors including the Carstairs index of social deprivation, the easting and northing of the centroid of the postcode sector, measures of livestock density by species and population density were tested in univariate screening using a non-spatial generalised linear model. The NHS Health Board of the case was included as a random effect in this final model. Subsequently, a spatial generalised linear mixed model (GLMM) was constructed and age-stratified sensitivity analysis was conducted on this model. Results: The spatial GLMM included the protective effects of the Carstairs index (relative risk (RR) = 0.965, 95% Confidence intervals (CIs) = 0.959, 0.971) and population density (RR = 0.945, 95% CIs = 0.916, 0.974. Following stratification by age group, population density had a significant protective effect (RR = 0.745, 95% CIs = 0.700, 0.792) for those under 15 but not for those aged 15 and older (RR = 0.982, 95% CIs = 0.951, 1.014). Once these predictors have been taken into account three NHS Health Boards remain at significantly greater risk (Grampian, Highland and Tayside) and two at significantly lower risk (Argyll and Ayrshire and Arran). Conclusions: The less deprived and children living in rural areas are at the greatest risk of being reported as a case of Campylobacter infection. However, this analysis cannot differentiate between actual risk and heterogeneities in individual reporting behaviour; nevertheless this paper has demonstrated that it is possible to explain the pattern of reported Campylobacter infections using both social and environmental predictors.
Background
Infection with bacteria of Campylobacter spp is the leading cause of human bacterial gastroenteritis in most developed countries [1] . In Scotland in 2006 there were 95.3 reported cases per 100,000 [2] , although this figure is likely to represent only one in eight cases, as has been demonstrated in England [3] . Further studies in England and Wales show that approximately 10% of reported cases were admitted to hospital for treatment [4] .
Infection with Campylobacter is thought to occur principally via the consumption of contaminated, undercooked meat (mainly chicken) and cross-contaminated foods [5, 6] . However other modes of transmission include direct and indirect contact with animal faeces (especially ruminant faeces) [7] and consumption of contaminated water [8] [9] [10] . Human exposure to these sources is spatially heterogeneous and therefore the spatial pattern of infection is heterogeneous.
Previous studies have identified risk factors that include eating chicken, eating in restaurants and eating from fast food outlets [6, 11] . Additionally, those who live in rural areas and have regular contact with livestock are at greater risk of infection [12] [13] [14] [15] , as are individuals with private water supplies [10, 11] . Further variations in Campylobacter incidences caused by either physiology or differences in exposure relate to the age and gender of the individual. For example, male children are at around 1.5 times greater risk of infection than their female counterparts [16, 17] .
In addition to heterogeneity in infection there will be heterogeneity in reporting. Infections may be under ascertained by a factor of 8 [3] , but this may not necessarily be distributed evenly throughout the population. Reporting may be influenced by the age and gender of the patient [14, 16] , use of primary health care facilities [18, 19] and the socio-economic status of the patient [20] .
This study developed a risk factor model to explain the geographical distribution of Campylobacter infections incorporating both sources of heterogeneity -risk of infection and risk of reporting. At the level of the community it distinguished between factors that determine risk of Campylobacter infections and factors that determine artefactual risk due to reporting differences between NHS Health Boards. Thus the study provides an overall model of the geographic pattern of reported Campylobacter cases within Scotland. The study has the following aims:
1. To quantify the importance of deprivation in determining Campylobacter infections given that deprivation may influence food consumption, environmental contact and propensity to seek medical attention or submit a stool sample. 2. To identify rural-urban differences in Campylobacter infections and whether such differences may be explained by proximity to livestock. 3. To identify differences in Campylobacter infections between NHS Health Board areas. 4. To establish whether these differences are age dependent. 
Methods

Data
Data on cases of
Risk factors
The following risk factors were included for initial screening:
• The Carstairs deprivation score [22] .
• Easting and northing of the postcode sector centroid.
• Population density (people/km 2 ) of the postcode sector (log 10 transformed to linearise its relationship with the response mean on the log-scale).
• Density of cattle, sheep and poultry (head/km 2 ) in the postcode sector.
The model
The risk factors listed above were screened in univariate generalised linear models (GLM) with a Poisson distributed outcome and those with p < 0.25 selected for insertion into the multivariable model. The multivariable model was a spatial generalised linear mixed model (GLMM) in which the spatial structure was modelled as a Gaussian Markov Random Field (GMRF) and the model was fitted using the Integrated Nested Laplace Approximation (INLA) method [23] . In the case of this model the GMRF is the neighbourhood dependency, incorporated by including the network of neighbouring postcode sectors as a random effect. Thus the GMRF allows for the fitting of a spatial conditional autoregressive random effect that accounts for the spatial dependency when fitting the model, as described by Besag et al [24] . The outcome (number of cases) was fitted with a Poisson distribution that was offset by the log of the population of the postcode sector (O j ). Thus, the model takes the form:
where H i represents the effect of health board i; V ij the spatially structured variation associated with being in postcode sector j in health board i and U ij the corresponding unstructured variation. X ij represents the vector of risk factors in each postcode sector in each health board. The mean, 2.5% and 97.5% quantiles of the estimated coefficients were used to calculate mean relative risks (RRs) and the 95% confidence intervals of the RRs. INLA was implemented in the INLA package [25] for the R statistical environment [26] . The model fit was checked by inspecting the mean, 2.5% and 97.5% quantiles of the posterior distributions of the standard deviations (sd) of the random effects. Large, or asymmetrical 95% intervals would indicate poor model fit.
Data were gathered from the 12 mainland NHS Health Board areas. However, for these analyses this was converted to a factor with 13 levels by breaking the Argyll & Clyde NHS Health Board into separate Argyll and Clyde areas. The Clyde area was defined by the area straddling the mouth of the Clyde and the remainder of the Argyll & Clyde NHS Health Board as Argyll. This was due to the ten-fold difference in case rates between the two (Table 1 ; with highly significant (p < 0.001) differences across the boundary -unpublished data). Similar divisions were not found within other NHS Health Boards (unpublished data).
To allow for the differences in the ages of cases [16] and to test for the age dependent differences in the effect of rurality noted in Denmark [14] , separate models were constructed for those aged under 15 years and those 15 and over (the cut-off at 15 was selected due to five year age groupings in the Scottish census data). The relative risk estimates for the final model including population density (irrespective of whether it a was included in the final model) were compared for those aged under 15 years, 15 and over, and all data.
Further sensitivity analysis was conducted by building models for just the Lothian and Grampian NHS Health Board areas and running the model with and without the cases that had travelled overseas in the previous 14 days. The Lothian and Grampian NHS Health Boards were selected because it was only these Boards for which overseas travel data was available. Evaluation of the relative change in the model coefficients indicates whether the model results were a result of foreign travel. The RRs for the risk factors in these models were compared.
Results
NHS Board differences
A total of 33,967 cases were reported over the course of the study period. There was a ten-fold difference in the rates reported in the Argyll relative to the Clyde area of the Argyll & Clyde NHS Health Board (Table 1) . Case rates in the Ayrshire & Arran NHS Health Board were around 50% lower than those seen in other NHS Health Board areas (Figure 1) .
Once the other risk factors have been taken into account, the Argyll sector of the Argyll & Clyde NHS Health Board and the Ayrshire & Arran NHS Health Board remain significantly lower than expected ( Figure  2) . Despite having the second highest case rate (Table 1, Figure 1 ), the RR of infection in the Lothian Health Board is not significantly different from one ( Figure 2) . However, the Grampian, Highland and Tayside NHS Health Boards are significantly greater than one ( Figure 2 ).
Risk factor analysis
All risk factors with the exception of sheep and poultry densities were significant at p < 0.25 in univariate screening (Table 2 ). In the reduced multivariable model, the Carstairs deprivation index and the population density were significant and retained (Table 3) . Greater deprivation and greater population densities were associated with lower case incidences. In addition, the standard deviations of posterior distributions of the random effects were normally distributed (Table 3) . Sensitivity analysis for foreign travel in the Lothian and Grampian NHS Health Board areas indicate that there is no sensitivity to foreign travel as there was no significant difference in the model coefficients with and without the cases who have undertaken recent foreign travel.
Age-stratified analysis
Comparison of the coefficients for the Carstairs deprivation score and population density amongst individuals aged under 15 years compared to 15 and over shows that there is little change in the RR for the Carstairs deprivation index (Figure 3 ). However, there is a significant protective effect of population density in those aged under 15 (RR = 0.745, 95% CIs = 0.700, 0.792), compared to the non-significant effect (RR= 0.982, 95% CIs = 0.951, 1.014) in individuals aged 15 and over ( Figure 3 ).
Discussion
Reported Campylobacter infections are more common among the least deprived and amongst children living in rural areas. This could be a result of real differences in rates of infection or due to differences in ascertainment. These results are in line with findings from other countries for both Campylobacter and other gastrointestinal diseases [18, 20] . A number of potential explanations have been offered for the relationship with deprivation:
1. Acquired immunity through exposure to household sources of infection at a young age amongst the more deprived. The level of exposure among younger age groups to bacterial sources of infection within the household may increase with deprivation. However, Figure 3 demonstrates that there is no significant difference in the Carstairs deprivation score in the age-stratified analysis. If acquired immunity were the explanation then the younger groups would be more commonly infected in more deprived areas whilst older age groups would be more commonly infected in less deprived areas, however, Figure 3 does not support this. These findings are supported by other studies that suggest that there is no difference between age and deprivation [18, 20] . 2. Deprivation may be associated with differences in dietary habits [18] ; differences in the quality of the available fresh food have been observed elsewhere [27] . If there is greater consumption of processed rather than fresh meat among the more deprived there will be less Campylobacter because the process of freezing reduces the number of Campylobacter organisms [28] . Furthermore, the less deprived may also eat at restaurants more frequently, which has been demonstrated as a risk factor in other studies [11] . 3. Differences in environmental exposure associated with different leisure activities, differences in access to rural areas or people working in rural areas. 4. Differences in reporting. Lower reporting rates for gastrointestinal disease among the more deprived have been noted in the UK [19, 29, 30] , Denmark [18] and New Zealand [29, 30] .
5. Differences in foreign travel. The sensitivity analysis, however, in the two NHS Health Board areas for which travel data were available indicated that this is not the case.
Further research is necessary to fully understand the processes operating, for example comparing hospitalisation rates; however, it is likely that some combination of these factors is responsible for the relationship with deprivation.
The significance of the protective effect of population density among children confirms findings from Denmark [14] where significantly higher case rates were found among children in rural areas. This may be the result of differences in the tolerance level that determines whether a patient reports to a doctor, which is likely to be age dependant. Alternatively, or in combination, that children in rural areas are playing outdoors and becoming exposed to environmental reservoirs of infection, and may additionally be compounded if there is poorer hygiene among younger groups. Table 3 separately fitted using data on cases under 15 years old, 15 and over and all data.
Whilst one of the greatest sources of Campylobacter in rural areas is likely to be livestock [7, 31, 32] , our analysis did not show density of livestock to be associated with Campylobacter infections. Furthermore, contamination of private water supplies [10, 11] , which is associated with low population density, may be an additional source of infection. Therefore, these findings suggest that environmental exposures, whilst these may ultimately be the result of contamination from livestock sources, are best characterised by low population densities.
The model incorporated the spatial structure of the data because it can not be assumed that the data are spatially independent as neighbouring postcode sectors may have similar properties. Whilst most exposure to infection is likely to occur in the postcode sector of residence, the incorporation of the spatial structure allows for environmental exposures to infection arising from travel outside of the postcode sector of residence.
Once these predictors were taken into account, differences were noted between NHS Health Board areas, in particular, the Argyll area of the Argyll & Clyde NHS Health Board area and the Ayrshire and Arran Health Board that had RRs significantly lower than 1. This suggests that after the factors in the model have been taken into account there remains some mechanism affecting incidence or reporting of Campylobacter infection. In addition, the Ayrshire & Arran NHS Health Board area also reported less GI disease per head of population than any other NHS Health Board area in Scotland for both Salmonella and Cryptosporidium infections (unpublished data). Furthermore, several NHS Health Boards have significantly higher case incidences, in particular the Grampian, Highland and Tayside NHS Health Boards. This may be the result of some factors not included in the model or reporting differences. However, the Lothian NHS board that has the second highest case incidence is not significantly different from expected in the final model, suggesting that in this Health Board the other factors in the model explain the patterns of reporting in this district.
Conclusions
This study has demonstrated that there are real differences in the geographic distribution of Campylobacter infections within Scotland, which are either caused by differences in exposure to infection, or differences in individuals reporting infection. Variation due to reporting at the level of the Health Board has been accounted for in the model. Those at greatest risk are the less deprived and children in rural environments. The results suggest that the relationship with deprivation is unlikely to result from differences in acquired immunity. Furthermore, those less deprived may be more exposed to infection or may be more willing to seek medical attention. However, large differences remain in reported disease incidences between the deprived and the less deprived as well as differences in ascertainment between the boards administering the health care.
